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the distribution of the enzymes of the ubiquinone pathway across 3195 analyzed genomes (all bacterial genomes with an available ubiquinone biosynthesis pathway at KEGG). NOTE: many bacteria do not synthesize ubiquinone, but instead generate other quinones (only UbiE is found across all pathways). The star depicts the pathway hole (no UbiI) in the Rickettsia CoQ 8 biosynthesis pathway.
(E) Relative to the "E. coli-like" pathway, the "Rickettsia-like" pathway for CoQ 8 biosynthesis is far less common, occurring in only 74 bacterial genomes (excluding Rickettsia genomes). The pathway hole (no UbiI) is noted with red Xs (the lack of UbiC is not considered a pathway hole since Rickettsia species do synthesize chorismate and thus cannot generate 4-hydroxybenzoate).
(F) Taxonomic breakdown of bacterial species containing the "Rickettsia-like" CoQ 8 biosynthesis pathway (74 total genomes). Genomes from intracellular species represent 32% of the total number of "Rickettsia-like" pathways. 
